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B3734           GCAAGCTGAAAGGCATCCTCGATTCCTTCAAAGCAACCCAATCCTGGTAA 50 
Cy5MB1_anti     ---------------------CCGGCTTCAAAGCAACCCACCGG------ 23 
 ***************           
B3734           GCAAGCTGAAAGGCATCCTCGATTCCTTCAAAGCAACCCAATCCTGGTAA 50 
Cy5MB2_ant      ---------------------CCGGCTTCAATGCAACCCACCGG------ 23 
 ****** ********           
B3734           GCAAGCTGAAAGGCATCCTCGATTCCTTCAAAGCAACCCAATCCTGGTAA 50 
Cy5MB3_anti     ---------------------CCGCCTTCAATGCAACCCAGCGG------ 23 
 ******* ********           
B3734           GCAAGCTGAAAGGCATCCTCGATTCCTTCAAAGCAACCCAATCCTGGTAA 50 
Cy5MB4_anti     ---------------------GCGGCTTCAATGCAACCCACCGC------ 23 
 ****** ********   *       
B3734           GCAAGCTGAAAGGCATCCTCGATTCCTTCAAAGCAACCCAATCCTGGTAA 50 
Cy5MB5_anti     ---------------------GCGCCTTCAATGCAACCCAGCGC------ 23 
 ******* ********   *       
 

B1829           GCAGCGCCTGAAAACCAGCTATGAACCGCAAGAAGCAACCAGCATGATGG 50 
Cy5MB1_anti     --CCGGCTTCAAAGCAACCCACCGG------------------------- 23 
 ** * *** * * * *                              
B1829           GCAGCGCCTGAAAACCAGCTATGAACCGCAAGAAGCAACCAGCATGATGG 50 
Cy5MB2_anti     --CCGGCTTCAATGCAACCCACCGG------------------------- 23 
 ** * **  * * * *                              
B1829           GCAGCGCCTGAAAACCAGCTATGAACCGCAAGAAGCAACCAGCATGATGG 50 
Cy5MB3_anti     ---CCGCCTTCAATGCAACCCAGCGG------------------------ 23 
 *****  **  ** *   *                            
B1829           GCAGCGCCTGAAAACCAGCTATGAACCGCAAGAAGCAACCAGCATGATGG 50 
Cy5MB4_anti     ---GCGGCTTCAATGCAACCCACCGC------------------------ 23 
 *** **  **  ** *      *               
B1829   GCAGCGCCTGAAAACCAGCTATGAACCGCAAGAAGCAACCAGCATGATGG 50 
Cy5MB5_anti     ---GCGCCTTCAATGCAACCCAGCGC------------------------ 23 
 ******  **  ** *   *  *                         
 

B0114           ACTGATGGCTTCGGTCGTTCCGACAGCCGTGAGAACCTGCGTCACCACTT 50 
Cy5MB1_anti     -------------------CCGGCTTCAAAGCAACCCACCGG-------- 23 
 *** *  *   *  * **  **          
B0114           ACTGATGGCTTCGGTCGTTCCGACAGCCGTGAGAACCTGCGTCACCACTT 50 
Cy5MB2_anti     -------------------CCGGCTTCAATGCAACCCACCGG-------- 23 
 *** *  *  **  * **  **          
B0114           ACTGATGGCTTCGGTCGTTCCGACAGCCGTGAGAACCTGCGTCACCACTT 50 
Cy5MB3_anti     -------------------CCGCCTTCAATGCAACCCAGCGG-------- 23 
 *** *  *  **  * ** ***          
B0114           ACTGATGGCTTCGGTCGTTCCGACAGCCGTGAGAACCTGCGTCACCACTT 50 
Cy5MB4_anti     ----GCGGCTTCAATGCAACCCACCGC----------------------- 23 
 ******  *    ** ** **                        
B0114           ACTGATGGCTTCGGTCGTTCCGACAGCCGTGAGAACCTGCGTCACCACTT 50 
Cy5MB5_anti     -------------------GCGCCTTCAATGCAACCCAGCGC-------- 23 
 ** *  *  **  * ** ***          
 

B3399           ACGCCATCCGTCACTGAATGACTACCGCCGCCTGATCCCCTCGCTAATGT 50 
Cy5MB1_anti     ------------------------CCGGCTTCAAAGCAACCCACCGG--- 23 
 *** *  *  * *  * * *       
B3399           ACGCCATCCGTCACTGAATGACTACCGCCGCCTGATCCCCTCGCTAATGT 50 
Cy5MB2_anti     ------------------------CCGGCTTCAATGCAACCCACCGG--- 23 
 *** *  *    *  * * *       
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B3399           ACGCCATCCGTCACTGAATGACTACCGCCGCCTGATCCCCTCGCTAATGT 50 
Cy5MB3_anti     ------------------------CCGCCTTCAATGCAACCCAGCGG--- 23 
 *****  *    *  * *         
B3399           ACGCCATCCGTCACTGAATGACTACCGCCGCCTGATCCCCTCGCTAATGT 50 
Cy5MB4_anti     ---------------------GCGGCTTCAATGCAACCCACCGC------ 23 
 * * * ***  ***       
B3399           ACGCCATCCGTCACTGAATGACTACCGCCGCCTGATCCCCTCGCTAATGT 50 
Cy5MB5_anti     ---------------------GCGCCTTCAATGCAACCCAGCGC------ 23 
 **  *     * ***  ***       
 

B2436           ATGATTATCAGCCAAAAGATGGCAGCCCAGAAGCGGCGTTAAGTGAGTTT 50 
Cy5MB1_anti     -------CCGGCTTCAAAGCAACCCACCGG-------------------- 23 
 * **   **     *   ** *                     
B2436           ATGATTATCAGCCAAAAGATGGCAGCCCAGAAGCGGCGTTAAGTGAGTTT 50 
Cy5MB2_anti     -------CCGGCTTCAATGCAACCCACCGG-------------------- 23 
 * **   **     *   ** *                     
B2436           ATGATTATCAGCCAAAAGATGGCAGCCCAGAAGCGGCGTTAAGTGAGTTT 50 
Cy5MB3_anti     ----------CCGCCTTCAATGCAACCCAGCGG----------------- 23 
 * * *** *****  *                  
B2436           ATGATTATCAGCCAAAAGATGGCAGCCCAGAAGCGGCGTTAAGTGAGTTT 50 
Cy5MB4_anti     ---------------------GCGGCTTCAATGCAACCCACCGC------ 23 
 ** **    * **  *     *        
B2436           ATGATTATCAGCCAAAAGATGGCAGCCCAGAAGCGGCGTTAAGTGAGTTT 50 
Cy5MB5_anti     ---------------------GCGCCTTCAATGCAACCCAGCGC------ 23 
 **  *    * **  *     *        
 

B1791           ATCACCTGGACTCTGCTTTTCGGTTTTGGTTCCGGCGCAACAATGATACT 50 
Cy5MB1_anti     -------------------------CCGGCTTCAAAGCAACCCACCGG-- 23 
 ** * *   *****          
B1791           ATCACCTGGACTCTGCTTTTCGGTTTTGGTTCCGGCGCAACAATGATACT 50 
Cy5MB2_anti     -------------------------CCGGCTTCAATGCAACCCACCGG-- 23 
 ** * *   *****          
B1791           ATCACCTGGACTCTGCTTTTCGGTTTTGGTTCCGGCGCAACAATGATACT 50 
Cy5MB3_anti     --------------------CCGCCTTCAATGCAACCCAGCGG------- 23 
 * * **   * *  * ** *          
B1791           ATCACCTGGACTCTGCTTTTCGGTTTTGGTTCCGGCGCAACAATGATACT 50 
Cy5MB4_anti     -------------------------GCGGCTTCAATGCAACCCACCGC-- 23 
 ** * *   *****          
B1791    ATCACCTGGACTCTGCTTTTCGGTTTTGGTTCCGGCGCAACAATGATACT 50 
Cy5MB5_anti     --------------------GCGCCTTCAATGCAACCCAGCGC------- 23 
 * **   * *  * ** *          
 

B0862           CTACTCGTACCCAGGAACCATTTACCTGGTACATTGTGGCGGCGGCGATT 50 
Cy5MB1_anti     -----CCGGCTTCAAAGCAACCCACCGG---------------------- 23 
 * * * * * *** *                       
B0862           CTACTCGTACCCAGGAACCATTTACCTGGTACATTGTGGCGGCGGCGATT 50 
Cy5MB2_anti     -----CCGGCTTCAATGCAACCCACCGG---------------------- 23 
 * * * * *** *                       
B0862           CTACTCGTACCCAGGAACCATTTACCTGGTACATTGTGGCGGCGGCGATT 50 
Cy5MB3_anti     -------------------CCGCCTTCAATGCAACCCAGCGG-------- 23 
 * **     ****         
B0862           CTACTCGTACCCAGGAACCATTTACCTGGTACATTGTGGCGGCGGCGATT 50 
Cy5MB4_anti     --------------GCGGCTTCAATGCAACCCACCGC------------- 23 
 * * * * **  *               
B0862           CTACTCGTACCCAGGAACCATTTACCTGGTACATTGTGGCGGCGGCGATT 50 
Cy5MB5_anti     --------------GCGCCTTCAATGCAACCCAGCGC------------- 23 
 * ** *  *       **  *               
 



B3386           TTCGTCTGGAAGTGGACGGTGGCGTGAAGGTGAACAACATTGGCGAAATC 50 
Cy5MB1_anti     ------------------CCGGCTTCAAAGCAACCCACCGG--------- 23 
 *** * ** *  * * **             
B3386           TTCGTCTGGAAGTGGACGGTGGCGTGAAGGTGAACAACATTGGCGAAATC 50 
Cy5MB2_anti     ------------------CCGGCTTCAATGCAACCCACCGG--------- 23 
 *** * ** *  * * **             
B3386           TTCGTCTGGAAGTGGACGGTGGCGTGAAGGTGAACAACATTGGCGAAATC 50 
Cy5MB3_anti     -CCGCCTTCAATGCAACCCAGCGG-------------------------- 23 
 ** **  **    **   *  *                           
B3386           TTCGTCTGGAAGTGGACGGTGGCGTGAAGGTGAACAACATTGGCGAAATC 50 
Cy5MB4_anti     ------------------GCGGCTTCAATGCAACCCACCGC--------- 23 
 * *** * ** *  * * **             
B3386           TTCGTCTGGAAGTGGACGGTGGCGTGAAGGTGAACAACATTGGCGAAATC 50 
Cy5MB5_anti     ------------------GCGCCTTCAATGCAACCCAGCGC--------- 23 
 * * * * ** *  * * *              
 

B3508           TGTTGCGATTATTAAAAGGTATGGCAGGGGTGAAAGGCGTTTCAATTAGC 50 
Cy5MB1_anti     -------------------------CCGGCTTCAAAGCAACCCACCGG-- 23 
 ** *  ** **    **       
B3508           TGTTGCGATTATTAAAAGGTATGGCAGGGGTGAAAGGCGTTTCAATTAGC 50 
Cy5MB2_anti     -------------------------CCGGCTTCAATGCAACCCACCGG-- 23 
 ** *  ** **    **       
B3508           TGTTGCGATTATTAAAAGGTATGGCAGGGGTGAAAGGCGTTTCAATTAGC 50 
Cy5MB3_anti     --CCGCCTTCAATGCAACCCAGCGG------------------------- 23 
 **  * * *  **   *  *                           
B3508           TGTTGCGATTATTAAAAGGTATGGCAGGGGTGAAAGGCGTTTCAATTAGC 50 
Cy5MB4_anti     --------------------GCGGCTTCAATGCAACCCACCGC------- 23 
 ***     ** **  *    *        
B3508           TGTTGCGATTATTAAAAGGTATGGCAGGGGTGAAAGGCGTTTCAATTAGC 50 
Cy5MB5_anti     --GCGCCTTCAATGCAACCCAGCGC------------------------- 23 
 **  * * *  **   *  **                          
 

B2094           TCCGCAGCAGCAATTGAAACTTTTACGCTGTTTATTTGGCAAGTTACAAC 50 
Cy5MB1_anti     ---------------------------CCGGCTTCAAAGCAACCCACCGG 23 
 * * * ****   **    
B2094           TCCGCAGCAGCAATTGAAACTTTTACGCTGTTTATTTGGCAAGTTACAAC 50 
Cy5MB2_anti     ---------------CCGGCTTCAATGCAACCCACCGG------------ 23 
 ***  * **     *   *             
B2094           TCCGCAGCAGCAATTGAAACTTTTACGCTGTTTATTTGGCAAGTTACAAC 50 
Cy5MB3_anti     ---------------CCGCCTTCAATGCAACCCAGCGG------------ 23 
 ***  * **     *   *             
B2094           TCCGCAGCAGCAATTGAAACTTTTACGCTGTTTATTTGGCAAGTTACAAC 50 
Cy5MB4_anti     ---GCGGCTTCAATGCAACCCACCGC------------------------ 23 
 ** **  ****  ** *     *                         
B2094           TCCGCAGCAGCAATTGAAACTTTTACGCTGTTTATTTGGCAAGTTACAAC 50 
Cy5MB5_anti     ---GCGCCTTCAATGCAACCCAGCGC------------------------ 23 
 **  *  ****  ** *     *                         
 

B1531           TACCGGATGACCAATATGCAGGGCGAATCGCGCTTTTTACATCCATTAAA 50 
Cy5MB1_anti     -----------CCGGCTTCAAAGCAACCCACCGG---------------- 23 
 * * **  ** *  * *                    
B1531           TACCGGATGACCAATATGCAGGGCGAATCGCGCTTTTTACATCCATTAAA 50 
Cy5MB2_anti     ---------------------------CCGGCTTCAATGCAACCCACCGG 23 
 **   *   * ** **       
B1531           TACCGGATGACCAATATGCAGGGCGAATCGCGCTTTTTACATCCATTAAA 50 
Cy3MB3_anti     ---------------------------CCGCCTTCAATGCAACCCAGCGG 23 
 ***  *   * ** **       
 



B1531           TACCGGATGACCAATATGCAGGGCGAATCGCGCTTTTTACATCCATTAAA 50 
Cy5MB4_anti     -----------------GCGGCTTCAATGCAACCCACCGC---------- 23 
 ** *    ***    *      *           
B1531           TACCGGATGACCAATATGCAGGGCGAATCGCGCTTTTTACATCCATTAAA-- 50 
Cy5MB5_anti     -----------------------------GCGCCTTCAATGCAACCCAGCGC 23 
 **** **  *        *     
 

B2610           AAGAAAATGAAGAAGGGCGGAATGGCGAAGATGATGAGAAGCATGAAGGG 50 
Cy5MB1_anti     --CCGGCTTCAAAGCAACCCACCGG------------------------- 23 
 * * * * * **                          
B2610           AAGAAAATGAAGAAGGGCGGAATGGCGAAGATGATGAGAAGCATGAAGGG 50 
Cy5MB2_anti     ------------------------CCGGCTTCAATGCAACCCACCGG--- 23 
 **      ***  *  **        
B2610           AAGAAAATGAAGAAGGGCGGAATGGCGAAGATGATGAGAAGCATGAAGGG 50 
Cy5MB3_anti     ------------------------CCGCCTTCAATGCAACCCAGCGG--- 23 
 **      ***  *  **        
B2610           AAGAAAATGAAGAAGGGCGGAATGGCGAAGATGATGAGAAGCATGAAGGG 50 
Cy5MB4_anti     ------------------------GCGGCTTCAATGCAACCCACCGC--- 23 
 ***      ***  *  **        
B2610           AAGAAAATGAAGAAGGGCGGAATGGCGAAGATGATGAGAAGCATGAAGGG 50 
Cy5MB5_anti     ------------------------GCGCCTTCAATGCAACCCAGCGC--- 23 
 ***      ***  *  **        
 

B2278           CTGAACTCAATGATGAACATCCCGGCTGTCCTTTCCCGCTTTGCAGGTAA 50 
Cy5MB1_anti     -----CCGGCTTCAAAGCAACCCACCGG---------------------- 23 
 * * * ** ***  * *                       
B2278           CTGAACTCAATGATGAACATCCCGGCTGTCCTTTCCCGCTTTGCAGGTAA 50 
Cy5MB2_anti     CCGGCTTCAATGCAACCCACCGG--------------------------- 23 
 * * ******     ** *                              
B2278           CTGAACTCAATGATGAACATCCCGGCTGTCCTTTCCCGCTTTGCAGGTAA 50 
Cy5MB3_anti     CCGCCTTCAATGCAACCCAGCGG--------------------------- 23 
 * * ******     ** *                              
B2278           CTGAACTCAATGATGAACATCCCGGCTGTCCTTTCCCGCTTTGCAGGTAA 50 
Cy5MB4_anti     GCGGCTTCAATGCAACCCACCGC--------------------------- 23 
 * ******     ** * *                            
B2278           CTGAACTCAATGATGAACATCCCGGCTGTCCTTTCCCGCTTTGCAGGTAA 50 
Cy5MB5_anti     GCGCCTTCAATGCAACCCAGCGC--------------------------- 23 
 * ******     ** * *                            
 

B0431           ACCAGCATTTCGATGAGATTACTAAGGCAGGGCTGAAAAATGGCAACTGA 50 
Cy5MB1_anti     ---------------------------CCGGCTTCAAAGCAACCCACCGG 23 
 * **  * ***     * ** *  
B0431           ACCAGCATTTCGATGAGATTACTAAGGCAGGGCTGAAAAATGGCAACTGA 50 
Cy5MB2_anti     ---------------------------CCGGCTTCAATGCAACCCACCGG 23 
 * **  * **      * ** *  
B0431           ACCAGCATTTCGATGAGATTACTAAGGCAGGGCTGAAAAATGGCAACTGA 50 
Cy5MB3_anti     --CCGCCTTCAATGCAACCCAGCGG------------------------- 23 
 * ** **      *    *                              
B0431           ACCAGCATTTCGATGAGATTACTAAGGCAGGGCTGAAAAATGGCAACTGA 50 
Cy5MB4_anti     ---GCGGCTTCAATGCAACCCACCGC------------------------ 23 
 *** ***  *                                 
B0431           ACCAGCATTTCGATGAGATTACTAAGGCAGGGCTGAAAAATGGCAACTGA 50 
Cy5MB5_anti     ---------------GCGCCTTCAATGCAACCCAGCGC------------ 23 
 ** ***   * *                
 


